Reply : We thank the reviewer for these comments. We ran HMMER with pfam database on the viral 300bp sequences and the table below represents the found proteins. The table only contains the most frequent proteins, because we want to have at least 10 data points when calculating average metrics. The second column counts the occurrences of the protein in the entire dataset (train+val+test)
3) The tool requires further validation with more data. I understand that you are using 19 metagenomes and using partitions/baselines to train, and the AUROC can be considered a good parameter to evaluate your model. However, it is imperative to certainly know what is in your metagenome to be able to validate the current technology. I'd suggest to generate simulated human metagenomes using taxon profiles similar to the ones that you used in the training model. I would suggest using NeSSM, ART, MetaSim for the simulations to determine how your trained model performs in completely new datasets. Line 251: replace producing by produced.
Reply

Reply:
Changed as requested
This article proposed a new machine learning approach for characterizing unknown metagenomics contigs. The approach using ANN with raw DNA sequences as inputs is unique and novel. The authors demonstrated that the proposed approach "viralMiner" performs better than random forests and kmer as baseline. The writing is excellent as well. Because of the novelty of the approach, I recommend the paper accepted after minor revision.
Several minor areas can be improved:
1) The AUC is 0.92, however, the real performance 0.9 accuracy and 0.32 recall is not as impressive. I believe these numbers are much worse than blast, so I recommend emphasize this in the abstract. 
Reply
